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LOCUS 

DEFINITION 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



XM_044533 3766 bp mRNA linear PRI 01-AUG-2002 

Homo sapiens sema domain, immunoglobulin domain (Ig), transmembrane 
domain (TM) and short cytoplasmic domain, (semaphorin) 4B (SEMA4B), 
mRNA. 
XM_044533 

XM_044533.7 GI:22057705 
Homo sapiens (human) 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 3766) 
NCBI Annotation Project. 
Direct Submission 

Submitted (31-JUL-2002) National Center for Biotechnology 
Information, NIH, Bethesda, MD 20894, USA 

MODEL EEFSEQ: This record is predicted by automated computational 
analysis. This record is derived from a genomic sequence 
(NT„033276) annotated using gene prediction method: BLAST, 
supported by mRNA and EST evidence. 
Also see: 

pqcumentat ion of NCBI ' s Annotation Process 



[WARNING] On Jan 5, 2003 this sequence was replaced by gi:i:2:i- ; S3M- 
On Aug 1, 2002 this sequence version replaced gi : 205520 I /. . 
FEATURES Location/Qualifiers 
source 1 . .3766 

/organism="Homo sapiens" 
/mol_type="mRNA" 
/ db_xr e f = " t axon : 9 6 0 & " 
/ chromosome=" 15" 
gene 1..3766 

/gene="SEMA4B" 

/gene_synonym="KIAA1745; SEMAC; SEMC" 
/db_xref="GeneID: 10509" 
CDS 238.. 2751 

/gene="SEMA4B" 

/gene_synonym="KIAA1745; SEMAC; SEMC" 
/ codon_start=l 

/product="similar to Semaphorin 4B" 
/protein_id="XP...04 4533 . 7" 
/db_xref="GI : 22057706" 
7db_xref="GeneID: 10509 " 
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/ tr anslat ion="MLRTAMGLRSWLAAPWGALPPRPPLLLLLLLLLLLQPPPPTWAL 
SPRI SLPLGSEERPFLRFEAEHISNYTALLLSRDGRTLYVGAREALFALSSNLSFLPG 
GEYQELLWGADAEKKQQCSFKGKDPQRDCQNYIKILLPLSGSHLFTCGTAAFSPMCTY 
INMENFTLARDEKGNVLLEDGKGRCPFDPNFKSTALVVDGELYTGTVSSFQGNDPAIS 
RSQSLRPTKTESSLNWLQDPAFVASAYIPESLGSLQGDDDKI YFFFSETGQEFEFFEN 
TIVSRIARICKGDEGGERVLQQRWTSFLKAQLLCSRPDDGFPFNVLQDVFTLSPSPQD 
WRDTLFYGVFTSQWHRGTTEGSAVCVFTMKDVQRVFSGLYKEVNRETQQWYTVTHPVP 
TPRPGACITNSARERKINSSLQLPDRVLNFLKDHFLMDGQVRSRMLLLQPQARYQRVA 
VHRVPGLHHTYDVLFLGTGDGRLHKAVSVGPRVHI IEELQIFSSGQPVQNLLLDTHRG 
LLYAASHSGVVQVPMANCSLYRSCGDCLLARDPYCAWSGSSCKHVSLYQPQLATRPWI 
QDIEGASAKDLCSASSWSPSFVPTGEKPCEQVQFQPNTVNTLACPLLSNLATRLWLR 
NGAPVNASASCHVLPTGDLLLVGTQQLGEFQCWSLEEGFQQLVASYCPEVVEDGVADQ 
TDEGGSVPVI I STSRVSAPAGGKASWGADRSYWKEFLVMCTLFVLAVLLPVLFLLYRH 
RNSMKVFLKQGECASVHPKTCPWLPPETRPLNGLGPPSTPLDHRGYQSLSDSPPGSR 
VFTESEKRPLSIQDSFVEVSPVCPRPRVRLGSEIRDSVV" 
mi s c. ,.f eat .ur e 4 4 5 .. 1 7 5 8 

/gene="SEMA4B" 

/gene_synonym="KIAA1745; SEMAC; SEMC" 
/note="Region : smart00630, Sema, semaphorin domain; 
smart00630, Sema, semaphorin domain;" 
mi sc... feat lire 4 4 5 .. 1 7 4 9 

/gene="SEMA4B" 

/gene_synonym="KIAA1745; SEMAC; SEMC" 

/note="Region : pfam01403, Sema, Sema domain. The Sema 
domain occurs in semaphor ins , which are a large family of 
secreted and transmembrane proteins, some of which 
function as repellent signals during axon guidance. Sema 
domains also occur in the hepatocyte growth factor 
receptor" 
":. 3 r a a t: lire 1810.. 1956 

/gene="SEMA4B" 

/gene_synonym="KIAA1745; SEMAC; SEMC" 

/note="Region: smart00423, PSI, domain found in Plexins, 
Semaphorins and Integrins; smart00423, PSI, domain found 
in Plexins, Semaphorins and Integrins;" 
."•isc...f eature 1810. .1881 

/gene="SEMA4B" 

/gene_synonym="KIAA1745; SEMAC; SEMC" 

/note="Region : pfam01437, PSI, Plexin repeat. A cysteine 
rich repeat found in several different extracellular 
receptors. The function of the repeat is unknown. Three 
copies of the repeat are found Plexin. Two copies of the 
repeat are found in mahogany protein. A related C. elegans 
protein contains four copies of the repeat. The Met 
receptor contains a single copy of the repeat. The Pfam 
alignment shows 6 conserved cysteine residues that may 
form three conserved disulphide bridges, whereas shows 8 
conserved cysteines. The pattern of conservation suggests 
that cysteines 5 and 7 (that are not absolutely conserved) 
form a disulphide bridge (Personal observation. A 
Bateman) " 

N 

1 gctctgccca agccgaggct gcggggccgg cgccggcggg aggactgcgg tgccccgcgg 
61 aggggctgag tttgccaggg cccacttgac cctgtttccc acctcccgcc ccccaggtcc 
121 ggaggcgggg gcccccgggg cgactcgggg gcggaccgcg gggcggagct gccgcccgtg 
181 agtccggccg agccacctga gcccgagccg cgggacaccg tcgctcctgc tctccgaatg 
241 ctgcgcaccg cgatgggcct gaggagctgg ctcgccgccc catggggcgc gctgccgcct 
301 cggccaccgc tgctgctgct cctgctgctg ctgctcctgc tgcagccgcc gcctccgacc 
361 tgggcgctca gcccccggat cagcctgcct ctgggctctg aagagcggcc attcctcaga 
421 ttcgaagctg aacacatctc caactacaca gcccttctgc tgagcaggga tggcaggacc 
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481 ctgtacgtgg gtgctcgaga ggccctcttt gcactcagta gcaacctcag cttcctgcca 

541 ggcggggagt accaggagct gctttggggt gcagacgcag agaagaaaca gcagtgcagc 

601 ttcaagggca aggacccaca gcgcgactgt caaaactaca tcaagatcct cctgccgctc 

661 agcggcagtc acctgttcac ctgtggcaca gcagccttca gccccatgtg tacctacatc 

721 aacatggaga acttcaccct ggcaagggac gagaagggga atgtcctcct ggaagatggc 

781 aagggccgtt gtcccttcga cccgaatttc aagtccactg ccctggtggt tgatggcgag 

841 ctctacactg gaacagtcag cagcttccaa gggaatgacc cggccatctc gcggagccaa 

901 agccttcgcc ccaccaagac cgagagctcc ctcaactggc tgcaagaccc agcttttgtg 

961 gcctcagcct acattcctga gagcctgggc agcttgcaag gcgatgatga caagatctac 

1021 tttttcttca gcgagactgg ccaggaattt gagttctttg agaacaccat tgtgtcccgc 

1081 attgcccgca tctgcaaggg cgatgagggt ggagagcggg tgctacagca gcgctggacc 

1141 tccttcctca aggcccagct gctgtgctca cggcccgacg atggcttccc cttcaacgtg 

1201 ctgcaggatg tcttcacgct gagccccagc ccccaggact ggcgtgacac ccttttctat 

1261 ggggtcttca cttcccagtg gcacagggga actacagaag gctctgccgt ctgtgtcttc 

1321 acaatgaagg atgtgcagag agtcttcagc ggcctctaca aggaggtgaa ccgtgagaca 

1381 cagcagtggt acaccgtgac ccacccggtg cccacacccc ggcctggagc gtgcatcacc 

1441 aacagtgccc gggaaaggaa gatcaactca tccctgcagc tcccagaccg cgtgctgaac 

1501 ttcctcaagg accacttcct gatggacggg caggtccgaa gccgcatgct gctgctgcag 

1561 ccccaggctc gctaccagcg cgtggctgta caccgcgtcc ctggcctgca ccacacctac 

1621 gatgtcctct tcctgggcac tggtgacggc cggctccaca aggcagtgag cgtgggcccc 

1681 cgggtgcaca tcattgagga gctgcagatc ttctcatcgg gacagcccgt gcagaatctg 

1741 ctcctggaca cccacagggg gctgctgtat gcggcctcac actcgggcgt agtccaggtg 

1801 cccatggcca actgcagcct gtacaggagc tgtggggact gcctcctcgc ccgggacccc 

1861 tactgtgctt ggagcggctc cagctgcaag cacgtcagcc tctaccagcc tcagctggcc 

1921 accaggccgt ggatccagga catcgaggga gccagcgcca aggacctttg cagcgcgtct 

1981 tcggttgtgt ccccgtcttt tgtaccaaca ggggagaagc catgtgagca agtccagttc 

2041 cagcccaaca cagtgaacac tttggcctgc ccgctcctct ccaacctggc gacccgactc 

2101 tggctacgca acggggcccc cgtcaatgcc tcggcctcct gccacgtgct acccactggg 

2161 gacctgctgc tggtgggcac ccaacagctg ggggagttcc agtgctggtc actagaggag 

2221 ggcttccagc agctggtagc cagctactgc ccagaggtgg tggaggacgg ggtggcagac 

2281 caaacagatg agggtggcag tgtacccgtc attatcagca catcgcgtgt gagtgcacca 

23 41 gctggtggca aggccagctg gggtgcagac aggtcctact ggaaggagtt cctggtgatg 

2401 tgcacgctct ttgtgctggc cgtgctgctc ccagttttat tcttgctcta ccggcaccgg 

2461 aacagcatga aagtcttcct gaagcagggg gaatgtgcca gcgtgcaccc caagacctgc 

2521 cctgtggtgc tgccccctga gacccgccca ctcaacggcc tagggccccc tagcaccccg 

2581 ctcgatcacc gagggtacca gtccctgtca gacagccccc cggggtcccg agtcttcact 

2641 gagtcagaga agaggccact cagcatccaa gacagcttcg tggaggtatc cccagtgtgc 

2701 ccccggcccc gggtccgcct tggctcggag atccgtgact ctgtggtgtg agagctgact 

2761 tccagaggac gctgccctgg cttcaggggc tgtgaatgct cggagagggt caactggacc 

2821 tcccctccgc tctgctcttc gtggaacacg accgtggtgc ccggcccttg ggagccttgg 

2881 ggccagctgg cctgctgctc tccagtcaag tagcgaagct cctaccaccc agacacccaa 

2941 acagccgtgg ccccagaggt cctggccaaa tatgggggcc tgcctaggtt ggtggaacag 

3001 tgctccttat gtaaactgag ccctttgttt aaaaaacaat tccaaatgtg aaactagaat 

3061 gagagggaag agatagcatg gcatgcagca cacacggctg ctccagttca tggcctccca 

3121 ggggtgctgg ggatgcatcc aaagtggttg tctgagacag agttggaaac cctcaccaac 

3181 tggcctcttc accttccaca ttatcccgct gccaccggct gccctgtctc actgcagatt 

3241 caggaccagc ttgggctgcg tgcgttctgc cttgccagtc agccgaggat gtagttgttg 

3301 ctgccgtcgt cccaccacct cagggaccag agggctaggt tggcactgcg gccctcacca 

3361 ggtcctgggc tcggacccaa ctcctggacc tttccagcct gtatcaggct gtggccacac 

3421 gagaggacag cgcgagctca ggagagattt cgtgacaatg tacgcctttc cctcagaatt 

3481 cagggaagag actgtcgcct gccttcctcc gttgttgcgt gagaacccgt gtgccccttc 

3541 ccaccatatc caccctcgct ccatctttga actcaaacac gaggaactaa ctgcaccctg 

3601 gtcctctccc cagtccccag ttcaccctcc atccctcacc ttcctccact ctaagggata 

3661 tcaacactgc ccagcacagg ggccctgaat ttatgtggtt tttatacatt ttttaataag 

3721 atgcacttta tgtcattttt taataaagtc tgaagaatta ctgttt 



NC3I | NLW | NiH 
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